5-Methyl-3,3-diphenyl-3,4-dihydro-2H-pyrrole:
In a screw cap NMR tube 2,2-diphenyl-4-pentyn-1-amine (0.025 g, 0.106 mmol), 2-(1,3-Bis(Nbutyl-imidazol-2ylidene) phenylene)bis(dimethylamido)(iodo)zirconium (IV) (0.004 g, 0.0054 mmol) and 0.4 ml of tol-d8 was added in glove box and heated the reaction mixture at 160 °C. The progress of the reaction was monitored by using 1 H NMR spectroscopy. 1 H NMR (C6D6, 300MHz):  7.08-6.95 (m, 10H), 4.38-4.36 (q, J= 1.5 Hz, 2H), 2.68 (s, 2H), 1.75-1.74 (t, J = 1.8 Hz, 3H).
The proton NMR of this compound showed coupling not reported previously in the literature. The spectrum is included here for reference.
Partial 1H NMR spectrum from Table 1 entry 1 catalytic trial   Partial 1H NMR spectrum from Table 1 An arbitrary sphere of data were collected on a yellow plate-like-like crystal, having approximate dimensions of 0.150 × 0.150 × 0.100 mm, on a Bruker APEX-II diffractometer using a combination of ω-and φ-scans of 0.5° [1] . Data were corrected for absorption and polarization effects and analyzed for space group determination. The structure was solved by direct methods and expanded routinely [2] . The model was refined by full-matrix least-squares analysis of F 2 against all reflections. All non-hydrogen atoms were refined with anisotropic thermal displacement parameters. Unless otherwise noted, hydrogen atoms were included in calculated positions. Thermal parameters for the hydrogens were tied to the isotropic thermal parameter of the atom to which they are bonded (1.5 × for methyl, 1.2 × for all others). (1) I (1) 0.0188 (1) atom-atom distance atom-atom distance 107.8 atom-atom-atom-atom angle atom-atom-atom-atom angle (1) 156 . An arbitrary sphere of data were collected on a Yellow Needle-Like-like crystal, having approximate dimensions of 0.200 × 0.100 × 0.100 mm, on a Bruker APEX-II diffractometer using a combination of ω-and φ-scans of 0.5° [1] . Data were corrected for absorption and polarization effects and analyzed for space group determination. The structure was solved by direct methods and expanded routinely [2] . The model was refined by full-matrix least-squares analysis of F 2 against all reflections. All non-hydrogen atoms were refined with anisotropic thermal displacement parameters. Unless otherwise noted, hydrogen atoms were included in calculated positions. Thermal parameters for the hydrogens were tied to the isotropic thermal parameter of the atom to which they are bonded (1.5 × for methyl, 1.2 × for all others). Table S8 . Atomic coordinates and equivalent isotropic displacement parameters (Å   2   ) for 4. U(eq) is defined as one third of the trace of the orthogonalized Uij tensor.
(3) C(12)-N(4)-C(13)-C(14) -80.7(4) N(4)-C(13)-C(14)-C(15) 176.6(3) C(13)-C(14)-C(15)-C(16) 173.5(3) C(7)-N(2)-C(17)-C(18) -73.9(4) C(9)-N(2)-C(17)-C(18) 106.7(3) N(2)-C(17)-C(18)-C(19) -66.4(3) C(17)-C(18)-C(19)-C(20) 177.3(3) C(22)-N(6)-C(21)-Zr
Zr (1) 0.43694(4) 0.34668 (2) 0.35257 (2) 0.016 (1) Br (1) 0.29657(4) 0.35563 (2) 0.24654 (2) 0.021 (1) O (1) 0.1095 (6) 0.8081(3) 0.4275 (2) 0.082 (1) N (1) 0.7147(3) 0.2757 (2) 0.28098(13) 0.020 (1) N (2) 0.6149(3) 0.1407 (2) 0.30165(12) 0.019 (1) N (3) 0.5166(3) 0.5766 (2) 0.33526(12) 0.019 (1) N (4) 0.3284 (3) 0.5871 (2) 0.38539(13) 0.020 (1) N (5) 0.2424 (3) 0.2772 (2) 0.37850(13) 0.024 (1) N (6) 0.5734 (3) 0.3253 (2) 0.42148(13) 0.021 (1) C (1) 0.6198 (4) 0.4294 (2) 0.30556(15) 0.019 (1) C (2) 0.6315 (4) 0.5298 (3) 0.30552(15) 0.019 (1) C ( (2) C (27) 0.0175 (7) 0.9422 (5) 0.3763(3) 0.067 (2) C (28) Zr ( (14) C (4) (2) C ( atom-atom-atom-atom angle atom-atom-atom-atom angle
